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SI Figure 1. Gel filtration UV trace recorded at a wavelength of 280nm of purified AhbA/B 
complexes from D. desulfuricans (solid) and D. vulgaris (dashed). Major peaks correspond 
to a single dimeric D. desulfuricans AhbA/B complex and dimeric and tetrameric AhbA/B 
from D. vulgaris. 

  



 

 

Figure S2. Difference spectra (reduced-oxidised) for pyridine hemochromes of exogenous 
haem-loaded D. vulgaris AhbAB (solid) and M. barkeri AhbAB (dashed). Peaks are observed 
at 554 nm and 556 nm, respectively. 

 



 

Figure S3. HPLC traces, recorded at a wavelength of 380 nm, of siroheme reactions with 
purified AhbA/B protein from M. barkeri in different oxidation states: a) purified protein, b) 
purified protein with a 10 fold excess of sodium dithionite, c) protein oxidised with addition of 
a 10 fold excess ferricyanide which was removed prior to reaction by buffer exchange, d) the 
same oxidised protein with a 10 fold excess of sodium dithionite. Arrows indicate peaks for 
siroheme (SH; ~16 min), monodecarboxysiroheme (MDSH; ~19 min) and 
didecarboxysiroheme (DDSH; ~24 min). 

  



 

 

 

 

 

 

 

Figure S4. HPLC trace, recorded at a wavelength of 380 nm, of tetrapyrroles extracted from 
crude lysate of E. coli overexpressing cysG. Arrow indicates the peak for siroheme (SH; ~16 
min). 

 

 

Figure S5. Gel filtration UV trace, recorded at a wavelength of 280 nm, of purified AhbA/B 
chimeric complexes, D. desulfuricans AhbA and D. vulgaris AhbB (solid) appears as a single 
heterodimeric species whereas D. vulgaris AhbA with D. desulfuricans AhbB (dashed) is 
present as both a dimer and tetramer. 

  



 

 

 

 

Figure S6. HPLC traces, recorded at a wavelength of 380 nm, of siroheme reactions with 
purified AhbA/B chimeric complexes; a) D. vulgaris AhbA with D. desulfuricans AhbB, b) D. 
desulfuricans AhbA and D. vulgaris AhbB. Arrows indicate peaks for siroheme (SH; ~16 
min), monodecarboxysiroheme (MDSH; ~19 min) and didecarboxysiroheme (DDSH; ~24 
min). 

 

 

 

 



 

Figure S7. Sequence alignment of a number of different AhbA and AhbB sequences. 
Conserved residues are highlighted in red. The conserved HXYXR motif, that lines the active 
site of the enzyme, is boxed in green. 

 

 

 

 

 

 

 

 

	  



 

 

 

 

 

 

 

	  

Figure S8. HPLC trace, recorded at a wavelength of 380 nm, sirohaem reaction with purified 
AhbA/B complex formed with AhbB mutant R102A. Arrow indicates the peak for siroheme 
(SH; ~16 min). 

	  


